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Zika virus (ZIKV) (family *Flaviviridae*, genus *Flavivirus*) is a single-stranded positive-sense RNA virus that was first identified in 1947 in the Zika Forest, Uganda, and, until recently, was prevalent only in Africa and Asia ([@B1]). The virus is primarily transmitted by a mosquito vector, usually from *Aedes* spp., but it is also possible to be transmitted by sexual contact, perinatally, or by blood transfusion ([@B2], [@B3]). Clinical manifestations resulting from infection with this virus are very similar to those caused by other flaviviruses, especially dengue viruses, and include fever, malaise, headache, dizziness, anorexia, retro-orbital pain, and maculopapular skin rash ([@B4]). Although most acute infections are asymptomatic, overt symptoms are milder compared to other mosquito-borne virus infections but might be associated to some neurological complications, such as Guillain-Barré syndrome and, more recently, as detected in Brazil, to an impairment of fetal development issues (microcephaly babies) ([@B5], [@B6]). ZIKV was introduced recently in the Americas, as the Ministry of Health of Brazil confirmed autochthonous transmission of ZIKV in the northeastern part of the country in May 2015. Since then, autochthonous transmission of Zika virus has been confirmed in many states of Brazil ([@B7]). The ZIKV nucleotide sequence reported here is from a virus isolated from a patient who received a blood transfusion from an otherwise asymptomatic donor. RNA was extracted and cDNA was synthetized prior to sequencing by the Ion Torrent platform (Ion Personal Genome Machine Sequencer, ThermoFisher), and the whole ZIKV genome sequence was obtained by using a 316 chip. The genome assembly was performed using Geneious R8 software, and the reads were assembled using other ZIKV genomes available on GenBank as references; this resulted in a 10,676-bp sequence with an overall G/C content of 51.2%. Per the Phred quality score, 83.5% of the bases were ≥Q20.

This is the first full-length sequence of ZIKV reported in Brazil, and the initial analysis of this Brazilian ZIKV genome shows that, like other flaviviruses, it consists of a linear RNA, which encodes a polyprotein in one unique "long open reading frame" containing all structural protein genes at the 5′ portion of the genome and the nonstructural protein genes at the 3′ portion. The genome organization of flaviviruses, concerning the protein expression order is 5′ C-prM-E-NS1-NS2a-NS2b-NS3-NS4a-NS4b-NS5 3′ ([@B8]). The genome sequence of the ZIKV reported here can lead to a better understanding of molecular epidemiology and phylogeny of this strain. Also, it may be of use as a starting point to study genome changes that could possibly explain why microcephaly was detected in Brazil and not in other countries.

Nucleotide sequence accession number. {#s1}
-------------------------------------

The complete genome of Zika virus, ZikaSPH2015 strain, has been deposited in the GenBank under the accession number [KU321639](KU321639).
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